Effect of rpb1-CTD mutants on ste11 and mei2 mRNAs. Levels of (A) ste11 and (B) mei2 mRNAs were measured in rpb1-CTD mutants by microarray (n=3-5) and RT-qPCR (n=2) compared to a WT strain. These data were plotted as a log 2 ratio of (mutant/WT) for S2A (blue), S7A (red), S7E (green), and S2A/S7A (purple) CTD mutants for microarray (solid) and RT-qPCR (dashed) data. For the RT-qPCR experiments, gene expression levels were normalized to act1 mRNA levels. Validation of microarray data by RT-qPCR. Gene expression levels of 16 representative genes in the subtelomeric and non-subtelomeric regions of chromosomes 1, 2, and 3 were measured by microarray (n=3-5) and . These data are plotted as log 2 (mutant/WT) for (A) S2A, (B) S7A, (C) S7E, and (D) S2A/S7A, with microarray data on the x-axis and RT-qPCR data on the y-axis. 
